Supplementary data 1. Sequence of isolated env-tm gene and the BLASTX result from NCBI

GCCGTGGGGATGGTCATATTCCTTCTCGTGTTAGCTATCATGGCGATGACAGCATCTGTCACCGCAGCTGCTACGC
TCGTGAAGCAACACGCCACGGCACAAGTAGTGGGGAGACTGAGCACGAATCTAACTTATATCACTAAGATACAGA
ATCAATACCTGCACCTGTTTCAAAATCTGAACACACGAGTTAATAATCTACATCATAGGGTTACTTACCTTGAGTTT
TTGGCAGAAGTCCATGAGGTACAAACTGGGCTAGGGTGTGTGCCGAGAGGAAGATATTGCCATTTTGACTGGCGC
CCAGAGGAGGTAGGATTAAACATGACGCTCTGGAATTCTACCACCTGGCAACAATGGATGTCCTACTACGATCAG
ATAGAAGAAAACATATGGAATTTGAAATACAATTGGTCTGAGGCCTTAGAGAAAGGAAAGAGTAATACTGACGGT
TTGGAGCCGGATGTCTTCCGATACTTGGCAGACCTATCCTCCAGTTTTACATGGGGTAGTTGGGTGGATAAGCTTG
TATGGCTAGCTTATATACTTTTGGCTTATTTTGCATTTAAGGTCCTCCAGTGCATCATGTCAAACTTGGGCGCTCAA
ACACGGTATCAGTTGCTGAATGCGCAAGAGGATACCGACCCTGCAGGGGACGGAGACCAGCCAGACGACCACCG
ATCCGGAGACACCCCTCGTTCTGGGGTACCCTCCGGGGGCTGGTCTCAGAAGCTCAGCGAAGGCAAGAAGATCGG
ATGTCTGATCTTGAGAACAGAATGGCAGAATTGGAGGAACGATTTGAGGACCTTGCGCTGGTTGACTCTGGGGGG
AAAAATCCTGCAGCTCCCGCTCAGTCTGTTAGTCCTCCTAGTTCGAATCCTTTTGCATATTCTCTCTCCCACTTTTCA
AAATCAAAGAGGGTGGACTGTGGGGAGAAAGGGAACAGGTGGGGACGACCGGGAGCTTTCCCCGGAGCTGGAAT
ATCTGAGTTGGACTGGATCGAGTCAGGAGATGGTGGAGATGAGAGACCTAAAGGAGGAAGATATCCCCGAGGAG
GGAATACGCCCAGTTGAGATG

Sequences producing significant alignments:
Select: All None Selected:0
it Alignments Q

Max | Total |Query E

Description
score score | cover | value

Ident | Accession

RecName: Full=Envelope glycoprotein; AltName: Full=Env polyprotein; Contains: RecName: Full=Surface protein; Short=SU; AltName: Full=Glycopr 736 736 100% 0.0 100% Q828571

envelope protein [Jembrana disease virus] 736 736 100% 00 100% ABB72000.1

envelope protein [Jembrana disease virus] 736 736 100% 00 100% ABB720011




Supplementary data 2. Alignment between the synthetic transgene and sequencing result from inserted gene
produced in -Clustal 2.1 online software (https://www.genome.jp/tools-bin/clustalw)

CLUSTAL 2.1 multiple sequence alignment
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ATGGCCATOGGAATGOTEATCTTCCTGCTGETGLTAGCCATCATGECCAT
ATGGCCATEEGAATGGTEATCTTCCTGCTGETGLTGGCCATCATGGCCAT

B e e

GACCGCCTCCATEACCGCCGCTGCTACCCTGATGAAGCAGCACGLCACCG
GACCGCCTCCATEACCGCCGCTGCTACCCTGATGAAGCAGCACGLCACCG

B e e

CCCAAGTTETGGGCAGACTGAGCACCAACCTGACCTACATCACCAAGATC
CCCAAGTTGTGOGCAGACTGAGCACCAACCTGACCTACATCACCAAGATC

B L L LT

CAGAACCAGTACCTGCACCTATTCCAGAACCTGAACACCCGRATGAACAA
CAGAACCAGTACCTGCACCTATTCCAGAACCTOAACACCOGGATGAACAA

B e e

CCTGCACCACCGOATGACCTACCTGRAGTTCCTGGC CGAAGTTCACGAAG
CCTGCACCACCGGATGACCTACCTGGAGTTCCTGGL CGAAGTTCACGAAG

FEEE R E R R R R AR R ARSI AR F IR E SRR RFRREREREER

TTCAGACCGGCCTAOGCTACATGCCCAGAGGAAGAT ACTGCCACTTCGAC
TTCAGACCGEGCCTAGGCTECAGTGCCCAGAGGAAGAT ACTGCCACTTCGAL
FERFEEFE IR ER IR FREIH BRI R R AR RA SRR A SF AR ERERE

TGEAGGCCCGAGGAAGTTGGCCTGAACATGACCCTATGRAACTCCACCAC
TGGAGGCCCOAGEAAGTTAGCCTGAACATGACCCTATGRAACTCCACCAC

R R R R R R RS R R R R R SRR R R R R R R R RRR

CTGECAGCAGT GOATGAGCTACTACGACCAGATCGAGGAGAACATCTGRA
CTGGECAGCAGT GOATGAGCTACTACGACCAGATCGAGOAGAACATCTGEA

B

ACCTGAAGTACAACTGEAGCGAGGC CCTGEAGAAGEECAAGAGCAACALT
ACCTGAAGTACAACTGGEAGCGAGGCCCTGOAGAAGEECAAGAGTAACACT

FEEE RS R R SRR R AR R R R RS R SRR R SRR R R R RE

GACGGCCTEGAGCCCGACGTATTCAGATACCTGGCCGACCTGAGCAGCTC
GACGGCCTEEAGCCCGACGTATTCAGATACCTGGCCGACCTGAGLAGCTC

B e e e

CTTCACCTARGGACTCCTGRGTGEACAAGCTGATETEGACTGACCTACATCC

CTTCACCTGGGGCTCCTGRGTGRACAAGCTGATETEGECTGACCTACATCC
e s s s s s Rk kR B R Rk R R R

TACTGECCTACTTCGCCTTCAAAGT TCTGCAGTGCATCATGAGCAACCTG

TACTEACCTACTTCGCCTTCAAAGT TCTGCAGTGCATCATGAGCAACCTG
B L T e T

GGCACCCAGACCCAGTACCAGCTGCTEGAACGCCCAAGARAGACACCGACCC

GGCGCCCAGACCCAGTACCAGCTGCTGAACGCCCAAGAAGACACCGACCC
FEE R R R R R R R R R R R E R A SRR R SRR RSB E R ERHEE

CECCGaCRATEGCRAT CAGCCTEATGACCACCGETCLGECEACACCCCTA
CGCCGACAATGGCRAT CAGCCTGATGACCACCGETCCGGCGACACCCCTA

FEE R R R R R R R R R RN R R R R R R R R R ER

GGAGTGEAGTGCCCTCCGGCGEATGEAGCCAGAAGCTATCCGAGGACARG

GGAGTGEAGTGCCCTCCGECGEATGEAGCCAGAAGC TGTCCGAGGACAAG
e s s s s s R kR B R Sk R R

AAGATCGOCTGCCTEATCCTGCGEACCGAGTGGCAGAACTGECGGAACGA

AAGATCGACTGCCTEATCCTGCGEACCAAGTGACAGAACTGECEGAACGA
EE R R R R R R R AR R R R R R AR R R R R R R

CCTGCEEACCCTACGATAECTGACCCTOREAGEAAAGATCCTGCAGCTGC

CCTGCAEACCCTACGATGECTGACCCTOGEAGRAAAGATCCTGCAGCTGC
FEE R R R R R R R R R R E R A SRR R SRR R SRR RERHRE

COCTGARCLTELTAGTGCTCCTORTGAGAATCCTGLTGCACATCCTGAGE
CCCTGAGCCTGCTGGTGCTCCTGATGAGAATCCTGCTGCACATCCTGAGE

FEE R R R R R R R R R R RN R R R R R R R ER

CCCACCTTCCAGAACCAGAGGGECTEGRACCATGEGECAGAAAGEECACCGG

CCCACCTTCCAGAACCAGAGGRGECTEGEACCATEEGECAGAAAGEECACCGG
e s s s s R s e Rk kR S R Sk R R R

AGGCGACGACAGAGAGCTGTCCCCCGAGCTGRAGTACCTGAGCTGEACCG

AGGCGACGACAGAGAGCTGETCCCCCGAGCTGRAGTACCTGAGCTGRACCG
EE R R R R R R R R R AR R R R R R AR R R R R R

GCTCCTCCCAAGAAATEATGGAGATGCGEEACCTGAAGGAGGAGGACATC
GCTCCTCCCAAGAAATEATGGAGATGCGEEACCTGAAGGAGGAGGACATC

B L ]

CCOGAGGAGGGCATCCGCCCTATRGAGATAGTAATAA
CCOGAGGAGGGCATCCGCCCTATROAGATATAATAA

FEEERE R R R SRR R R R R R R SRR R



